The first 70 F2 progeny from a (pi X CAST/EiJ) F1 intercross were typed for a collection of SSLP markers across a 10 cM region of chromosome 5. An additional 459 F2 mice were typed for SSLP markers flanking the pi candidate region. Mice that exhibited recombination events within the region were then typed with additional internal markers. The positions of recombination breakpoints relative to the pi locus in unaffected mice were identified by test crosses with known pi carrier mice, followed by assessment of behavioral and auditory phenotypes in offspring that inherited the recombinant chromosome. 
. A Common Grxcr1 Deletion Is Present in the pi 3J Allele
Products amplified from genomic DNA of control (C, BKS.Cg-m+/+Lepr db /J) and pi 3J /pi 3J mice, using eight primer pairs (F through M) designed from sequences upstream of exon 1 and from within intron 1. The deleted region is approximately 200 kb in size. Dashes (--) indicate control PCR reactions lacking template.
Positions of molecular size standards are indicated at left in kilobases.
Figure S3. Genomic Rearrangements Indicate Putative Inversion Breakpoints in the Original pi Allele
Southern blots containing genomic DNA from control (B6, C57BL/6J; C3H, C3He/FeJ) and pi/pi mice were hybridized with probes derived from the pi candidate region.
(A) EcoRV-digested DNA hybridized with a probe derived from the 3' end of intron 1.
(B) PmeI-digested DNA hybridized with a 1.1 kb NsiI probe derived from a PAC clone approximately 700 kb telomeric of Grxcr1. Arrows indicate fragments with altered size observed in pi/pi mice. Positions of molecular size standards are indicated at left in kilobases.
Figure S4. Proteins Related to GRXCR1 Are Present in a Wide Range of Metazoan Species
Alignment of the C-terminal 196 amino acids of GRXCR1 with predicted proteins from a range of metazoan species. The region of similarity with glutaredoxin proteins is indicated with a gray bar, the putative active site cysteine is indicated with '#', and conserved cysteines in the C-terminus are marked with asterisks.
Amino acids shaded in blue are identical in each of the sequences; those shaded in black are identical in at least three of the sequences; those shaded in gray are biochemically similar in at least three of the sequences. 
